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Mouse FGF-Z3 
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Human F<5F-23 
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Codon usage for yeast (highly expressed) genes 



AmAcid 


Codon 


Number 


/1000 


Fraction 


Gly 


GGG 


33 00 


0 


86 


0.01 


Gly 


GGA 


"7 n nr\ 

/U ou 


1 


00 
OC 


n n? 


Gly 


GGT 


2672 00 


by 


£0 


0 91 


Gly 


GGC 


171 00 


,1 




0 06 


Glu 


GAG 


277 00 


7 


22 


0 10 


Glu 


GAA 


2442 00 


63 


63 


o yu 


Asp 


GAT 


1100 00 


28. 


66 


0 48 


Asp 


GAC 


1211 00 


31 


55 


0 52 


Val 


GTG 


117 00 


3 


05 


0 04 


Val 


GTA 


75 00 


1 . 


95 


a no 

0 03 


Val 


GIT 


1548 00 


40. 


33 


0 56 


Val 


61 C 


1026 00 


26. 


73 


0 37 


Ala 


GCG 


36 00 


0 


94 


0 01 


Ala 


GCA 


203 00 




'"I Pi 

29 


U - UO 


Ala 


GCT 


2221 00 


1 7 

57 . 


O 1 

.8/ 


0 65 


Ala 


GCC 


969.00 


or 

2b. 


. do 


0 28 


Arg 


AGG 


20 00 


0. 


.52 


0 01 


Arg 


AGA 


T a a r A A 

1336.00 


0/1 


ol 


U 00 


Ser 


AGT 


116 00 


Q 

0 , 


no 


0 05 


Ser 


AGC 


94 00 


o 

L 


l r 


0 04 


Lys 


AAG 


2365 00 


61 


62 


0 78 


Lys 


AAA 


651 00 


Jo 




n 

u cc 


Asn 


AAT 


347 00 


n 

y 




0 22 


Asn 


AAC 


1259.00 


32 


.80 


0.78 


Met 


ATG 


766 00 


19 


.96 


1.00 


He 


ATA 


43.00 


1 


.12 


0.02 


lie 


ATT 


1223.00 


31 


.87 


0 52 


He 


ATC 


1070.00 


27 


.88 


0.46 


Thr 


ACG 


28 00 


0 


73 


0.01 


Thr 


ACA 


126 00 


3 


28 


0 06 



Figure 7 (continued) 
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Figure 8 



Codon usage for Drosophila (highly expressed) genes 
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Figure 8 (continued) 
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Figure 9 

Codon usage for enteric bacterial (highly expressed) genes 7/19/83 
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Figure 9 (continued) 
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Figure 10 



Chromosomal localization of genes of the FGF family in human 
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